To the Editor
=============

Van Loo et al. described the presence of staphylococcal cassette chromosome *mec* (SCC*mec*) type III in some methicillin-resistant *Staphylococcus aureus* sequence type (ST) 398 isolates related to pig farming ([@R1]). SCC*mec* types are based on the allotype of *ccr* genes and the *mec* gene complex. Class A *mec* has intact *mecI/R* regulator genes. Type III SCC*mec* has type 3 *ccr* genes and class A *mec* complex, whereas type V SCC*mec* contains *ccrC* and class C *mec* ([@R2]*,*[@R3]). The authors typed SCC*mec* of the isolates by the method of Zhang et al. ([@R4]), in which type III is defined by amplification of a 280-bp fragment located in the junkyard region. This fragment is found in SCC*mer* that is associated with SCC*mec* type III.

We have typed SCC*mec* of the same 4 isolates that were reported to be SCC*mec* type III positive by using the primer sets defined by Ito et al. ([@R2],[@R3]) and Lim et al. ([@R5]) for *ccr* types 1--3 and *ccrC* and 4 additional primers developed at our institute ([Table](#T1){ref-type="table"}) in single PCRs. All ST398 isolates were PCR negative when primers specific for SCC*mec* type III were used, but PCR positive with the *ccrC*-specific primers. DNA sequencing confirmed the product as *ccrC*. Further, the isolates did not have a class A *mec* complex, a requisite for SCC*mec* type III, because a *mecI*-specific PCR was negative for these isolates. In addition, Southern hybridizations with digoxigenin-dUTP--labeled PCR fragments obtained with our primer pair specific for *ccr3* and primers for *ccrC* ([@R3]) showed no hybridization with the *ccrA/B3* probe (except for the positive control). All of the ST398 isolates hybridized with the *ccrC*-specific probe.

###### Primers used to type SCC*mec* of MRSA ST398 isolates\*

  Genes       Primer name   Primer sequence (5′ → 3′)
  ----------- ------------- ---------------------------------------
  *ccrA/B*1   ccr1B-for     CTT TCA CGA TAG ACA CAG
              ccr1B-rev     TAA AAG AAG TTC ATA GCC GTT AAA TTG G
  *ccrA/B*2   ccr2B-for     GCA TTC ATC ATC AAT CAA AAT G
              ccr2B-rev     CTA TAA CCT TCT GTG CTT TGC A
  *ccrA/B*3   ccr3B-for     TCC GTA ATA AGA AGC AAC TTC AC
              ccr3B-rev     ACT ATA GCC TTC AGT ACT TTG GA
  *ccrA/B*4   ccr4B-for     TGA AGA AGC ACA AGA GCG GC
              ccr4B-rev     CTG CAC CAC ATT TTG GGC AC

\*SCC*mec*, staphylococcal cassette chromosome *mec*; MRSA, methicillin-resistant *Staphylococcus aureus*; ST, sequence type.

We conclude that on the basis of generally accepted definitions SCC*mec* type V is present in these ST398 pig-farming--related isolates, not SCC*mec* type III. Therefore, researchers should be aware that some typing methods may lead to inadequate results.

*Suggested citation for this article*: Jansen MD, Box ATA, Fluit AC. SCC*mec* typing in methicillin-resistant *Staphylococcus aureus* strains of animal origin \[letter\]. Emerg Infect Dis \[serial on the Internet\]. 2009 Jan \[*date cited*\]. Available from <http://www.cdc.gov/EID/content/15/1/136.htm>
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We thank Jansen et al. for their comments about the SCC*mec* types of sequence type (ST) 398 methicillin-resistant *Staphylococcus aureus* (MRSA) isolates ([@R6]). For SCC*mec* typing of MRSA, several different PCR methods have been published. We originally chose the SCC*mec* PCR developed by Zhang et al. ([@R7]) because at that time it was the method of choice in many published papers. Fluit et al. questioned whether the SCC*mec* type III isolates were correctly typed ([@R6]). To prove that the results of typing these 4 isolates were incorrect, these researchers performed several different SCC*mec* PCRs, including a PCR with primers they developed themselves. In addition, Southern hybridization was done. The results showed that SCC*mec* III ST398 MRSA isolates should be typed as SCC*mec* type V. In this conclusion we agree with the authors. It seems clear that Zhang's method incorrectly identified 4 of the animal-related ST398 isolates as SCC*mec* type III instead of SCC*mec* type V. Whether all ST398 MRSA are SCC*mec* type IV or V remains unclear. Recently, an article by Nemati et al. was published in which ST398 MRSA was also typed as SCC*mec* III ([@R8]). However, in that study the SCC*mec* typing method of Zhang was also used.

In conclusion, the choice of SCC*mec* typing method is directly related to obtaining accurate SCC*mec* results for ST398 isolates. To date, almost all animal-related ST398 MRSA isolates are SCC*mec* types IV and V.
